has also been calculated. If there are only 2 alleles at a locus, G ST is identical to F ST (Nei, 1973) (Wright, 1943 (Wright, , 1965 (Slatkin, 1985a; Trexler, 1988 and n is the number of populations analyzed (Slatkin, 1985b) ).
Study of the expected heterozygosity An important concept to determine the possible existence of founder effect is the study of the mean expected heterozygosity of the 3 loci throughout the diverse cat colonies (Nei, 1978 (Rohlf, 1970 (Sokal and Menozzi, 1982) . In the present work, the Moran's 1 index (Moran, 1950) (Oden, 1984) . The application of G ST and F sT statistics needs the designation of populations, subpopulation or colony, which is often arbitrary (Ennos, 1985; Bos et al, 1986 (-0.208, -0.293, 0.222, -0.233, -0.012 Sokal and Oden (1978b) (Sokal and Oden, 1978b) :
A Significant heterogeneity and significant spatial patterns: 1) migration between neighbouring populations; 2) founder effects with the establishment of new demes by relatively close founders; 3) selective agents in response to environmental gradients or patterned patches; and 4) systematic migration.
B Significant heterogeneity and absence of spatial patterns: 1) genetic drift; 2) founder effects with the founders coming with near equiprobability from entire array of colonies over the range of the population; and 3) selective agents and/or unpatterned patches.
C Homogeneity of means and absence of pattern (population's poor genetic substructuring): 1) high gene flow at random within the entire study area; 2) uniform selective pressures within entire study area (Ayala et al, 1971; Hebert, 1974) .
With these premises and taking into account the global results for the 3 genes studied, we would find ourselves in case B. Therefore, we would have 3 possible causes to explain the gene distribution we have observed. The second cause would be in accordance with Dreux's (1975) statements, ie frequent founder effects with the same probability over the range of the population. In other studies, this explanation has also been useful to explain the genetic structure of other organisms (Sokal and Oden, 1978b; Waser, 1987; Lopez-Alonso and Pascual-Requera, 1989 (Todd, 1969 (Todd, , 1977 (Todd, , 1978 Clark, 1975 Clark, , 1976 (Bulmer, 1973; Bush et al, 1987) (Grant, 1980; Kennedy et al, 1987) but they differ from what has been observed in other mammals (Patton, 1972; Penney and Zimmerman, 1976) . As can be observed, the average levels of heterozygosity of these 3 genes are high, and as has been proved by other studies, high gene flow maintains high levels of heterozygosity (Wheeler and Guries, 1982; Waples, 1987; Ruiz-Garcia, 1991) (Patton and Feder, 1981) .
Nevertheless, we do not know whether the gene flow occurs at the time of colony formation or between colonies that have been present for a long time.
